Where n represents the number of OTUs and N represents the total number of clones in each sample.
95
The Shannon-Wiener diversity index was calculated using the following formula: 
107
In order to achieve a comprehensive understanding of the taxonomic status of diazotrophs in 108 each phyllosphere sample, we designated the phylum and genus of each clone on the basis of their 109 most similar sequence obtained from NCBI. Designations were deemed valid if the values of both 110 Query cover and Ident were no less than 80%; otherwise, the clone sequences were designated 111 "unidentified."
D r a f t 7 / 25 purified using AxyPrepDNA Gel Extraction Kit (Axygen, USA) and quantified using a fluorometric 120 kit (QuantIT PicoGreen, Invitrogen). The purified amplicons were then pooled in 121 equimolar amounts and subjected to Illumina MiSeq sequencing (performed by Majorbio, China). 197 within genera Erwinia or Pectobacterium. This is supported by the fact that we did not observe 198 symptoms on sampled leaves of P. armeniaca, although, it is also possible that these bacteria were 199 present in numbers too low to cause visible symptoms.
200
Sample P generated 106 clones (Table 1) Table 2 ) in this sample were related to Alphaproteobacteria. Clones P-5 and P-9 were 99% 204 similar to S. aerolata. Clone P-114 clustered with unidentified soil bacteria belonging to 205 Alphaproteobacteria. Clone P-6 was similar to P. stutzeri (99%), the single identified 206 Gammaproteobacteria strain. A number of clones (P-1, P-4, P-7, P-8, P-18, P-21, P-42, P-47, and Figure 4 shows that nifH and 16S rDNA ranged from 1.14 × 10 3 to 1.49 250 × 10 4 and 3.72 × 10 6 to 7.02 × 10 7 (copies/g fresh leaf sample), respectively. 
